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Figure 1A 



1 CAAGCACTGTGCTAAAGTGTTTTTCATATGTCATGAAAAGTTGTGCCAGAAAATTATGGT 60 



61 TTGAACATGGGCAGTTTTCTCCTACCGTCAGCTATATCCACAAGCATCACATGAAGTGGA 120 



121 GATCTGGCAGCTCTGTGTATTTCAGTCAAGTTCCACAATGAAACCTGACAATAATGGTAA 180 



181 AAACCAATACGGACATCTGAGTAACTGGGGAATTGGCCTGCCTTGCATGTGAGCTTGATG 240 



241 GAAGATTGGATATAGACGAGTTGATTATATTTTATGAAGTAGCAGCTCACTACCATCCAC 3 00 



3 01 CATCCAGGGTTTAAACTACTTTTTCAGCATCACTTCACCTGTGGACTCTTATACATTTTG 3 60 



3 61 ATTTCTTGGGGGAAAAATACTGGGATAAGAGGAGGTCATTTTTTAATAAGTTAGCATCCT 420 



421 TTTCCCTTTCTTACAAGTTGATCCAAAGGATAAGGCTGTGACTCCATTGGATTGCACCTT 480 



481 TAAATCAAAATAGCAGCAGCAGAAGAAAGGGACAATGGCTCTGAGTGGAAACTGTAGTCG 540 
1 MAL SGNCSR 9 



541 TTATTATCCTCGAGAACAAGGGTCCGCAGTTCCCAACTCCTTCCCTGAGGTGGTAGAGCT 600 

10 YYPREQGSAVPNSFP E V V E L 29 

6 01 GAATGTCGGGGGTCAAGTTTATTTTACTCGCCATTCCACATTGATAAGCATCCCTCATTC 660 

3 0 NVG GOVYF TRHSTLI S I PHS 49 

661 CCTCCTGTGGAAAATGTTTTCCCCAAAGAGAGACACGGCTAATGATCTAGCCAAGGACTC 720 

50 LLWKMFSPKRDTANDLAKDS 69 



721 CAAGGGAAGGTTTTTCATTGACAGAGATGGATTCTTGTTCCGTTATATTCTGGACTATCT 7 80 
70 KGRFFIDRDGFLFRYI LDYL 89 



7 81 C AGGGACAGGC AGGTGGTCC TGC CTGATC ACTTTC C AGAAAAAGGAAGACTGAAAAGGGA 840 

9 0 RDRQVVLPDHFPEKGRLKRE 109 

841 AGCTGAATACTTCCAGCTCCCAGACTTGGTCAAACTCCTGACCCCCGATGAAATCAAGCA 9 00 

110 AEYFOLPDLVKLLTPDEI K Q 129 

901 AAGCCCAGATGAATTCTGCCACAGTGACTTTGAAGATGCCTCCCAAGGAAGCGACACAAG 9 60 

130 SPDEFCHSDFEDASQGSDTR 149 



961 AATCTGCCCCCCTTCCTCCCTGCTCCCTGCCGACCGCAAGTGGGGTTTCATTACTGTGGG 102 0 
150 ICPPSSLLPADRKWGFITVG 169 
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Figure IB 

1021 TTACAGAGGATCCTGCACCTTGGGCAGAGAGGGACAGGCAGATGCCAAGTTTCGGAGAGT 108 0 

170 YRGSCTLGREGQADAKFRRV 189 

1081 TCCCCGGATTTTGGTTTGTGGAAGGATTTCCTTGGCAAAAGAAGTCTTTGGAGAAACTTT 114 0 

190 PRILVCGRI SLAKEVFGETL 209 

1141 GAATGAAAGCAGAGACCCTGATCGAGCCCCAGAAAGATACACCTCC AGATTTTATCTCAA 1200 

210 NESRDPDRAP. ERYTSRFYLK 229 

12 01 ATTCAAGCACCTGGAAAGGGCTTTTGATATGTTGTCAGAGTGTGGATTCCACATGGTGGC 1260 

230 FKHLERAFDMLSE C G F H M V A 249 

12 61 CTGTAACTCATCGGTGACAGCATCTTTCATCAACCAATATAC AGATGACAAGATCTGGTC 132 0 
250 CNSSVTASFINQYT D D K I W S 269 

1321 AAGCTACACTGAATATGTCTTCTACCGTGAGCCTTCCAGATGGTCACCCTCACACTGCGA 1380 

270 SYTEYVFYREPSRWSPSHCD 289 

13 81 TTGCTGCTGCAAGAATGGCAAAGGTGAC AAAGAAGGGGAGAGCGGC ACGTCTTGCAATGA 1440 
290 CCCKNGKGDKEGESGTSCND 309 

1441 CCTCTCCACATCTAGCTGCGACAGCCAGTCTGAGGCCAGCTCTCCCCAGGAGACGGTCAT 150 0 

310 LSTSSCDSQSEASSPQETVI 329 

1501 CTGTGGTCCCGTGACACGCCAGACCAACATCCAGACTCTGGACCGTCCCATCAAGAAGGG 1560 

330 CGPVTRQTNIQTLDRPIKKG 349 

1561 CCCTGTCC AGCTGATCCAACAGTC AGAGATGCGGCGGAAAAGCGACTTACTCCGGATTCT 162 0 

350 PVQLIQQSEMRRKSDLLRIL 369 

1621 GACTTCAGGCTCCAGGGAATCGAACATGAGCAGCAAAAAAAAAGCTGTTAAAGAAAAGCT 1680 

370 TSGSRESNMS SKKKAVKEKL 389 

1681 CTCAATTGAGGAGGAGCTGGAGAAATGTATCCAGGATTTCCTAAAAAAAAAAATTCCAGA 1740 

390 SIEEELEKCIQDFLKKKIPD 409 

1741 TCGGTTTCCTGAGAGAAAACATCCTTGGCAATCTGAACTTTTAAGGAAGTATCATCTATA 1800 

410 RFPERKHPWQSELLRKYHL 428 

1801 AGGGAGGGCTGGGGGCGGGGAAAAAAAAAAAAAAGAGTCATTTTGAAATTAACCTCATAA 1860 

1861 AAGGAATTCATATTTTAAAGGAAAAAAATACAACTAATGATGCACATTTCTTAGAACACA 192 0 



1921 ATAGTCCATTGATATACTACTGCCTACTTTACCTAGTTCACCTTAACATGTAAATCCACA 19 80 
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Figure 1C 

1981 GGGTAGATTTCTTTCTAGATGTGGAAGTACAAGAAAATCTTTTTTAGTTATTTGTTTGTT 2040 

2 041 TACTTCGTCCCATGTGCTAACTATCTTATATATAATGAGAGCCAGCTACGTAAAAGTAGC 210 0 

2101 TGAGAGGCCTTGGGAGTCATTTATCCCAAACTGGGTTTTTTCTCTCATCCTTCTACCTCC 2160 

2161 CTCCTTTGAATGAGGGTATGGTAGAAAAAGATCTGGCCCAATGGCATAAGTTTGGAATTT 222 0 

2221 TTAATTTTGGTTTTTCCTTTTGTTTATGGGGTTGGGGGGAATGGCAGATTTATATGACTT 2280 

~. 22 81 TTCACTCAAATCTATATGTGCCAGTTTATATTGACTCCGTATGCATGAGTATTTGTGCAA 2340 

3 

V' 1 2341 CACAAGCACAACTAAGTATGTATATACACATGACGCACACGATGCCAGGGCCTAGACCTC 2400 

m 

tC". 2401 CCAAGGGCTGTGCTCCTGCTCCCAGCAGCCCTCTCTTAGAATATTTCAGATGGATGAGCT 2460 

f»j 2461 TCTGACTCTTTCTTAAAATTCTTTTGGGAAGATTTCCCAGCCTTTCTTCACAACACTTTC 2520 

2 521 TAACATCAAATGACTCTCATCATCAACAAATTGTATTCCTTATTGTGAAATTAATACCCT 2 580 

2581 CAGGCTCCATTTTACTGCTTTGCTCTTTGTCTGCATTAAGAGAGGATGAGGAGAGCTGGT 2640 

2641 CAAACATTCCTTGTGTTAAAAAAATCAAACATTCATATCCACAAAATTTTCTGCTAAATG 27 00 

2701 ACTCCACACTCAGCCTTCTCTACCCTGAACTGAATTATCACCCTTTTCTCC ATGTTTTCA 2760 

2761 GAGTTCTTACTGCCCACAGTTTAATGGTGTGGCCTTTCCACATAATCCACATTAAGTTCT 2 820 

2821 GTGTTCCTGTGTTGTTGTGGAACTAAGGACAACACACAGTACTTGAATAAGGGTCCGGCC 2 8 8 0 

2 881 TTTTGTTTGTTTTAGAGAAAGTTGTATTCCACACACAACCTAATAATTTCTTATAAAAAT 2940 
2941 TTTAAACTAC AAAGCTAC ATTTTTACTTGCTTGTAGCCGTTTTTGTTTGCCTTTGGGATT 300 0 

3 001 CGGGCTTTGGCTGTGCCCATGCTAGGATTTAGCTGTGTCATTTTTATGATGTCTGTAACA 3 06 0 
3 061 ACCC AACAAGGTAACTGAAGCTCCAGAGTTAAGGTTTCAGATTTCTAAATGAAACTATCT 312 0 
3121 TTTTCAATTACATCCTGACTTGTATAGACACAGCCAAAAAGAAACTGTTAATAGCCATCC 3180 
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Figure ID 

3181 GTCC ATGTAACTCTGTATTTTACTAAGGTACCAATAGCTCTTTCATAGACTTGTGCTACA 32 40 
32 41 AGAAGGTTAAAAGACCAGTTTTATTTTCAGCATTCCTCATGCATTTCAGTGGTAACCAAA 3300 
3 3 01 AAATAATTTGTCAATTAATAGTTGTGTGCCAAGCACTCCTAATTTGTTTTATTGCGTGTG 336 0 
3361 TGTGC ATGTGTGTATGTGTATCAC AGGT AATAAAGGC AATTGGATGATTAAAAAAAAAAA 3 42 0 
3421 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 3468 
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Figure 2A 



K+betaM2 (1) MALSGNCSRYYPREQGSAVPNS|l^VELNB^QHFTRHHil| 

AAF558201 (1) hPSIIELNj^VSE" MYA^L 

CAA2 0 329.1 (1) MTSSE^/i'TLI-lSBB 1 '^ : - 75 '32 > K 

Y3 412 9 (1) MDNGDWGYIXlSTiPVTLN^HpTTSLT|J2TR 

Y3 4125 (1) MSRPLITRSPASPLXNQGIPTPAQLTKSNAPVH§HP^W^MBH1 
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51 100 
(46) I PjSLLWKjFS P - - KRDTAND|A|DSKGR g|lEE FLi|RBlBl^E DR Q 
(24) DKglLlJiEiFG |gRDS|a|dSKGRY(^^^VL|r|iHdF^DKA 

(27) Ey§B|LL^NfASGSLSEDEQA] 

( 33 ) YPD; -MLGAMFGG D--FP] 

( 51 ) YPESRI<3RI,FDG T-EPI|L^LKQH' 

101 150 

( 94 ) |vl§|i4|pekgrHH^H f Q lpi ^ klltpd 1 ik Q spdefchsdfedas 

(69) LHLgG@iERQRjjLg^B F l LTA S EC l RSE l DAR 

(77) LSLjgQg^EVARgKrS'* ""^ L " ^FSTLLSNA§SIS-PRPR 

(77) LTLSldIIeFDlBRKSJ * t i Q ± 7 I1,IQCLNDp|pLY 

(96) LL T§DD§KDYT L§YEj^K v F u L Q PMLLEMERWKQDR 

151 200 

( 144 ) qgsdtricppssllp1drkwgfit|gyrg|ctlg^gqai^kfrB pril 

(1 05) PP gcitigyrgsfqfgk sladykfrklsril 

( 117 ) tai\tgykititsgaetggyitlgyrgtfafgrpgqai^kfrBhril 

(113) PMDTFEEVf EI^STRiLSKY^PVAVilT§Lil TTK 

( 132 ) eJ^fsrpceclvwvapdlger'itlsgdkslieevf 

250 



201 

(194) VCGR|S|_ 
(137) VCGRfAQCj 
(162) VCGf I PLC: 

(149) vh|i4|egi: 

(169) PEIGDVjfSC) 



Jtlnesrdpdr-aperytspfylkffhlerafdnlse 
lnesrdpdhggt§ry§srfflkhc§ieq§fgnlhd 

LNESRDPGG- -P|DG| 

)MMD|RD CQV|FTFGPCDYlQEViL|VHLM 

jsTgviR fplngychl|svq|l|rlqq 

251 300 

( 243 ) CG§Hj|vJ§CNSSVTASFIN QYTD|KIWSSYTEYVFYR|pSRWSPSH 

(187) HG|RiAGSCGSGTAGSAAEPKPGVDTEgNRWNHYNEFVFXR| 

(191) — 

(19 6) EY|TKQGFTIRNTRVHHMSERANENTVgHNWTFCRLARKTD| 

(213 ) RGgE|VGSCGGGpDSSQFSEWLRREL|RTPRVPSVIRIKQgPL 

301 350 
(288 ) CDCCCKNGKGDKEGESGTSCNDLSTSSCDSQSEASSPQETVICGPVTRQT 

(229) 

(191) 

(238) 

(257) 

351 400 
(338) NIQTLDRPIKKGPVQLIQQSEMRRKSDLLRILTSGSRESNMSSKKKAVKE 

(229) 

(191) 

(238) 

(257) 
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K+betaM2 (388) KLSIEEELEKCIQDFLKKKIPDRFPERKHPWQSELLRKYHL 

AAF558201 (229) 

CAA20329.1 (191) 

Y34129 (238) 

Y34125 (257) 

Consensus (401) 
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Figure 4. 



Protein 


Genbank ID 


Identities 


Similarities 


Human potassium channel 
K+Hnov28 


gi|Y34129 


31% 


41% 


Drosophila CG10830 protein 


gi|AAF55 820.1 


52% 


66% 


Caenorhabditis K+ channel 
tetramerisation domain 


gi|CAA20329.1 


42% 


51% 


Human potassium channel 
K+Hnov27 


gi|Y34125 


32% 


41% 



